Phytophthora rubi and P. fragariae are two closely related oomycete plant pathogens that exhibit strong morphological and physiological similarities but are specialized to infect different hosts of economic importance, namely, raspberry and strawberry. Here, we report the draft genome sequences of these two Phytophthora species as a first step toward understanding the genomic processes underlying plant host adaptation in these pathogens.
2009; Tyler et al. 2006) . The assembled transcripts were used as RNA evidence in MAKER to improve the quality of the called gene models. The predicted gene models were annotated using InterproScan 5 (Jones et al. 2014) .
A total of 6,733 Mbp and 8, 382 Mbp raw sequence data were obtained for P. fragariae and P. rubi, respectively. A low percentage of reads included adapter sequences (0.02% for P. fragariae, 0.01% for P. rubi) or duplicate reads (2% for P. fragariae, 6% for P. rubi). Up to 12 and 16% of the reads were filtered on the per position quality reported in the FASTQ files for P. fragariae and P. rubi, respectively, resulting in a total of 5,880 Mbp of clean nucleotides for P. fragariae and 6,960 Mbp of clean nucleotides for P. rubi.The P. fragariae assembly was estimated to be approximately 76 Mbp in size, assembled into 8,511 scaffolds with an N50 of 18,987 bp and a genome sequence depth of 76× (Table 1 ). The P. rubi genome was assembled into 9,434 scaffolds spanning a total length of 74 Mbp and a N50 of 16,735 bp and a genome sequence depth of 92× (Table 1 ). The P. rubi genome was assembled into 9,434 scaffolds spanning a total length of approximately 74 Mbp and a N50 of 16,735 bp and a genome coverage of 92× (Table 1) . A total of 20,448 and 23,476 gene models were found for P. fragariae and P. rubi, respectively. Both species show a high abundance of Gene Ontology terms for DNA integration, nucleic acid binding, protein binding, peptidase/helicase and hydrolase activities, integrases, endonucleases, repeats, and transporter domains.
The genomes of P. fragariae and P. rubi will provide a unique resource for these closely related soil-borne oomycete plant pathogens and the molecular mechanisms associated with plant pathogenicity.
This Whole Genome Shotgun project has been deposited at GenBank under the accession numbers MWJK00000000 (P. fragariae) and MWJL00000000 (P. rubi). The complete data set used in this report, including the Illumina raw reads and whole genome sequence assembly have been deposited as a National Center for Biotechnology Information BioProject under the accession number PRJNA375089. a N50 = median length of more than 50% of the supercontigs in the entire assembly; N90 = median length of more than 90% of the supercontigs in the entire assembly; Max and Min = maximum and minimum lengths, respectively, of supercontigs found in the entire assembly; GC content = percentage of guanine-cytosine bases in the entire assembly.
